The individual lanes of the gel images were aligned and proceed using GelAnalyser 2010a 143 freeware. This software permitted to identify the bands and their relative position (retention factor, 144 R f ) compared with the molecular weight marker as reference profile. Banding patterns were 145 standardized with four reference patterns: Galactomyces geotrichum DNA, Kluyveromyces 146 marxianus DNA, Candida incospicua DNA and Pichia kudravzevii DNA that were included in all 147 gels. The standardized banding patterns matrix was generated, the bands represent different 148 yeast species. The DGGE fingerprints were manually scored by the presence (1) of absence (0) of 149 co-migrating band, independent of intensity. A similarity matrix between each pair of standardized 150 banding patterns was calculated using the Dice similarity coefficient (S D ) according to formula 151 2n AB /(n A + n B ) with n AB , the number of bands common for pattern A and B, n A , the total number of 
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The results of DGGE analysis and sequencing are shown in Fig. 2 
263
The interdependence of the variables and the way they effected the organisation of data was 264 described using a Principal Component Analysis (PCA). Each of the main components forms a linear 265 group of variables and these groups are perpendicular to each other. PCA was used in this study to 266 decrease the amount of variables rather than its more common application as a method of 267 dimensional reduction of the data. Loadings plot is the name often given to the principle components'
268
(PC) coordinates and interpreting the (PCs) of the variables was greatly simplified through the plotting 269 of these data. These graphs (Fig. 4A, 5A) were drawn on the plan of sphere (x-loadings on PCs). The 
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The three new variables (PCs) were introduced, these PCs explained about 79 and 91% of the 275 data variance, for the standardized banding pattern (retention factors, R f ) ( Fig. 3) worth noting that cheese frying, which is the final production stage, reduces the amount of fungi below 324 the detection limit. Most of microorganisms identified during the production of curd ripened fried 325 cheese are not hazardous, however they do not have GRAS status (Generally Recognized As Safe).
326
PCR-DGGE is a valuable method in terms of food safety and food quality and it is useful for traceability of food. This type of research is important to prevent food adulteration in the future.
328
Recently some reported cases of food adulteration and strategies to monitor food chains were 329 reviewed by Manning and Soon, 2014.
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There are few papers concerning the study of Polish fried cottage cheese. It is the first work 
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The application of PCR-DGGE to determine geographical location of cheese certified with PGI 393 status is the first work showing possible use of microbes as the marker. It may be a rapid analytical 394 tool to study the dynamics of microbiota specific for food product and to obtain biological bar code.
395
Results showed in this paper indicate the existence of invariable microbes in curd ripened fried 
